Materials and Methods

21
Fluorescence assisted cell sorting of co-culture and mono-culture of normal and neoplastic The quantity and purity of RNA obtained from FACS sorted cells was measured using 46 spectrophotometry on a Nanodrop instrument (Agilent Technologies, Santa Clara, CA, USA).
47
The concentration of RNA was adjusted to 10 ng/μL. 50 ng of RNA was amplified using Nugen conditions to test whether transcript levels were changed due to intracellular interactions.
119
A Benjamini-Hochberg correction was performed for multiple testing adjustments.
120
Genes were considered as differentially expressed when logarithmic ratio of fold change 121 ≥ 2 and false discovery rate (FDR) < 0.05. After the inter-library dispersions were estimated, an exact test was performed to identify 131 differentially expressed genes. Genes with logarithmic ratio of fold change ≥ 2 and FDR
132
< 0.05 (Benjamini-Hochberg correction) were identified as significant. USA), 2 µL of diluted cDNA, and 0.9 µL of DEPC-treated water (Ambion, Austin, TX, USA).
155
For negative controls, 2 µL of DEPC-treated water was used instead of cDNA. Table S1 188 qPCR validation of RNA-Seq expression level measurements (Excel spreadsheet). Table S2 191 Differentially expressed genes identified by all three tests -DESeq, EdgeR and welch's t-test
190
192
(Excel spreadsheet). 193 Table S3 194 Mean values of CP-D and EPC-2 motility parameters (Excel spreadsheet). The error is presented 195 as standard deviation. Table S4 198 Mean values of HME1 and MDA-MB-231 motility parameters (Excel spreadsheet). The error is 199 presented as standard deviation. Table S5 202
